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AMENDMENTS 

In the specification: 

Amend the paragraph beginning on page 7, line 6 as follows: 



G-Protein Coupled Receptor proteins (GPCRs) have been identified as a large family of 
G protein-coupled receptors in a number of species. These receptors share a seven 
transmembrane domain structure with many neurotransmitter and hormone receptors, and are 
likely to underlie the recognition and G-protein-mediated transduction of various signals. 
Human GPCR generally do not contain introns and belong to four different gene subfamilies, 
displaying great sequence variability. These genes are dominantly expressed in olfactory 
epithelium. See, e.g., Ben-Arie et al., Hum. Mol. Genet. 1994 3:229-235; and, Online Mendelian 
Inheritance in Man (OMM) entry # 164342 ( http://www at website ncbi.nlm.nih.gov/entrez/ 
dispomim.cgi?). 



Amend the paragraph beginning on page 20, line 7 as follows: 



The presence of identifiable domains in NOV1, as well as all other NOVX proteins, was 
determined by searches using software algorithms such as PROSITE, DOMAIN, Blocks, Pfam, 
ProDomain, and Prints, and then determining the Interpro number by crossing the domain match 
(or numbers) using the Interpro website ( http:www. e bi.ac.uk/ int e rpro ebi . ac .uk/interpro) . 
DOMAIN results, e.g., for NOV la, were collected from the Conserved Domain Database (CDD) 
with Reverse Position Specific BLAST analyses. This BLAST analysis software samples 
domains found in the Smart and Pfam collections. For all successive DOMAIN sequence 
alignments, fully conserved single residues are indicated by black shading and "strong" semi- 
conserved residues are indicated by grey shading. The "strong" group of conserved amino acid 
residues may be any one of the following groups of amino acids: STA, NEQK, NHQK, NDEQ, 
"QHRK, MILV, MILF, HY, FYW. 



Amend the paragraph beginning on page 33, line 14 as follows: 



The presence of identifiable domains in NOV2, as well as all other NOVX proteins, was 
determined by searches using software algorithms such as PROSITE, DOMAIN, Blocks, Pfam, 
ProDomain, and Prints, and then determining the Interpro number by crossing the domain match 
(or numbers) using the Interpro website ( http:www.obi.ac.ulc/ interpro ebi . ac .uk/interpro) . 
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DOMAIN results, e.g., for NOV2a, were collected from the Conserved Domain Database (CDD) 
with Reverse Position Specific BLAST analyses. This BLAST analysis software samples 
domains found in the Smart and Pfam collections. For all successive DOMAIN sequence 
alignments, fully conserved single residues are indicated by black shading and "strong" semi- 
conserved residues are indicated by grey shading. The "strong" group of conserved amino acid 
residues may be any one of the following groups of amino acids: STA, NEQK, NHQK, NDEQ, 
QHRK, MILV, MILF, HY, FYW. 



Amend the paragraph beginning on page 40, line 7 as follows: 

The presence of identifiable domains in NOV3, as well as all other NOVX proteins, was 
determined by searches using software algorithms such as PROSITE, DOMAIN, Blocks, Pfam, 
ProDomain, and Prints, and then determining the Interpro number by crossing the domain match 
(or numbers) using the Interpro website ( http:www. e bi.ac.ulc/ int e rpro ebi . ac . uk/interpro) . 
DOMAIN results, e.g., for NOV3, were collected from the Conserved Domain Database (CDD) 
with Reverse Position Specific BLAST analyses. This BLAST analysis software samples 
domains found in the Smart and Pfam collections. For all successive DOMAIN sequence 
alignments, fully conserved single residues are indicated by black shading and "strong" semi- 
conserved residues are indicated by grey shading. The "strong" group of conserved amino acid 
residues may be any one of the following groups of amino acids: STA, NEQK, NHQK, NDEQ, 
QHRK, MILV, MILF, HY, FYW. 



Amend the paragraph beginning on page 50, line 8 as follows: 

The presence of identifiable domains in NOV4, as well as all other NOVX proteins, was 
determined by searches using software algorithms such as PROSITE, DOMAIN, Blocks, Pfam, 
ProDomain, and Prints, and then determining the Interpro number by crossing the domain match 
(or numbers) using the Interpro website ( http:www. e bi.ac.ulc/ interpro ebi . ac . uk/interpro) . 
DOMAIN results, e.g., for NOV4a, were collected from the Conserved Domain Database (CDD) 
with Reverse Position Specific BLAST analyses. This BLAST analysis software samples 
domains found in the Smart and Pfam collections. For all successive DOMAIN sequence 
alignments, fully conserved single residues are indicated by black shading and "strong" semi- 
conserved residues are indicated by grey shading. The "strong" group of conserved amino acid 
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n residues may be any one of the following groups of amino acids: STA, NEQK, NHQK, NDEQ, 
^ QHRK, MILV, MILF, HY, FYW. 



Amend the paragraph beginning on page 57, line 7 as follows: 
le presence of identifiable domains in NOV5, as well as all other NOVX proteins, was 




determined by searches using software algorithms such as PROSITE, DOMAIN, Blocks, Pfam, 
ProDomain, and Prints, and then determining the Interpro number by crossing the domain match 
(or numbers) using the Interpro website ( http:www. e bi.ac.ulc/ interpro ebi.ac.uk/interpro) . 
DOMAIN results, e.g., for NOV3 NOV5, were collected from the Conserved Domain Database 
(CDD) with Reverse Position Specific BLAST analyses. This BLAST analysis software samples 
domains found in the Smart and Pfam collections. For all successive DOMAIN sequence 
alignments, fully conserved single residues are indicated by black shading and "strong" semi- 
conserved residues are indicated by grey shading. The "strong" group of conserved amino acid 
residues may be any one of the following groups of amino acids: STA, NEQK, NHQK, NDEQ, 
QHRK, MILV, MILF, HY, FYW. 

Amend the paragraph beginning on page 64, line 7 as follows: 



The presence of identifiable domains in NOV6, as well as all other NOVX proteins, was 
determined by searches using software algorithms such as PROSITE, DOMAIN, Blocks, Pfam, 
ProDomain, and Prints, and then determining the Interpro number by crossing the domain match 
(or numbers) using the Interpro website ( http:www. e bi.ac.ulc/ interpro ebi . ac . uk/interpro) . 
DOMAIN results, e.g., for NOV3 NOV6, were collected from the Conserved Domain Database 
/"] (CDD) with Reverse Position Specific BLAST analyses. This BLAST analysis software samples 
I domains found in the Smart and Pfam collections. For all successive DOMAIN sequence 

alignments, fully conserved single residues are indicated by black shading and "strong" semi- 
conserved residues are indicated by grey shading. The "strong" group of conserved amino acid 
residues may be any one of the following groups of amino acids: STA, NEQK, NHQK, NDEQ, 
QHRK, MILV, MILF, HY, FYW. 

Amend the paragraph beginning on page 71, line 7 as follows: 
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The presence of identifiable domains in NOV7, as well as all other NOVX proteins, was 
determined by searches using software algorithms such as PROSITE, DOMAIN, Blocks, Pfam, 
ProDomain, and Prints, and then determining the Interpro number by crossing the domain match 
(or numbers) using the Interpro website ( http:www. e bi.ac.ulc/ interpro ebi.ac.uk/interpro ). 
DOMAIN results, e.g., for NOV3 NOV7, were collected from the Conserved Domain Database 
(CDD) with Reverse Position Specific BLAST analyses. This BLAST analysis software samples 
domains found in the Smart and Pfam collections. For all successive DOMAIN sequence 
alignments, fully conserved single residues are indicated by black shading and "strong" semi- 
conserved residues are indicated by grey shading. The "strong" group of conserved amino acid 
residues may be any one of the following groups of amino acids: STA, NEQK, NHQK, NDEQ, 
QHRK, MILV, MILF, HY, FYW. 



Amend the paragraph beginning on page 78, line 7 as follows: 



The presence of identifiable domains in NOV8, as well as all other NOVX proteins, was 
determined by searches using software algorithms such as PROSITE, DOMAIN, Blocks, Pfam, 
ProDomain, and Prints, and then determining the Interpro number by crossing the domain match 
(or numbers) using the Interpro website ( http:www. e bi.ac.uk/ int e rpro ebi.ac.uk/interpro) . 
DOMAIN results, e.g., for NOV8, were collected from the Conserved Domain Database (CDD) 
with Reverse Position Specific BLAST analyses. This BLAST analysis software samples 
domains found in the Smart and Pfam collections. For all successive DOMAIN sequence 
alignments, fully conserved single residues are indicated by black shading and "strong" semi- 
conserved residues are indicated by grey shading. The "strong" group of conserved amino acid 
residues may be any one of the following groups of amino acids: STA, NEQK, NHQK, NDEQ, 
QHRK, MILV, MILF, HY, FYW. 




Amend the paragraph beginning on page 85, line 7 as follows: 



The presence of identifiable domains in NOV9, as well as all other NOVX proteins, was 
determined by searches using software algorithms such as PROSITE, DOMAIN, Blocks, Pfam, 
Q ProDomain, and Prints, and then determining the Interpro number by crossing the domain match 
(or numbers) using the Interpro website ( http:www. e bi.ac.ulc/ int e rpro ). DOMAIN results, e.g., 
for NOV9, were collected from the Conserved Domain Database (CDD) with Reverse Position 
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Specific BLAST analyses. This BLAST analysis software samples domains found in the Smart 
and Pfam collections. For all successive DOMAIN sequence alignments, fully conserved single 
residues are indicated by black shading and "strong" semi-conserved residues are indicated by 
grey shading. The "strong" group of conserved amino acid residues may be any one of the 
following groups of amino acids: STA, NEQK, NHQK, NDEQ, QHRK, MILV, MILF, HY, 
FYW. 




Amend the paragraph beginning on page 92^1ine^_asJbllows^ 

The presence of identifiable domains in NOV 10, as well as all other NOVX proteins, was 
determined by searches using software algorithms such as PROSITE, DOMAIN, Blocks, Pfam, 
ProDomain, and Prints, and then determining the Interpro number by crossing the domain match 
(or numbers) using the Interpro website ( http:www. e bi.ac.ulc/ int e rpro ebi . ac . uk/interpro) . 
DOMAIN results, e.g. , for NOV9 NOV 10 , were collected from the Conserved Domain Database 
(CDD) with Reverse Position Specific BLAST analyses. This BLAST analysis software samples 
domains found in the Smart and Pfam collections. For all successive DOMAIN sequence 
alignments, fully conserved single residues are indicated by black shading and "strong" semi- 
conserved residues are indicated by grey shading. The "strong" group of conserved amino acid 
residues may be any one of the following groups of amino acids: STA, NEQK, NHQK, NDEQ, 
QHRK, MILV, MILF, HY, FYW. 



